INTRODUCTION
Cotton, "king of fibres" enjoys a pre-eminent status among all cash crops in the country, being the principal raw material for a flourishing textile industry. It provides livelihood to about sixty million peoples and is an important agricultural commodity providing remunerative income to millions of farmers both in developed and developing countries. Among the various diseases occurring on cotton, the foliar disease bacterial blight caused by Xanthomonas axonopodis pv. malvacearum is gaining more importance in recent years because of their increasing incidence. These have been known to occur on all the various cultivated and wild species of cotton in Maharashtra, since many years, in an epiphytotic form on commercially grown varieties, which leads to severe defoliation and substantial yield lossess. In nature, some genotypes exhibits the resistance against foliar diseases and the degree of resistance also varies at different stages of crop growth. There are number of cultivated varieties or hybrids of cotton showing variability in reaction (susceptibility/ resistance) to bacterial blight and therefore, it is almost important to study and find out the sourses of resistance against the race no. 18 which is prevalant in Maharashtra.
MATERIAL AND METHODS
The disease samples showing typical symptoms of bacterial blight of cotton were collected from the field of cotton Improvement Project, Mahatma Phule Krishi Vidyapeeth, Rahuri and National trial of cotton from Dr. Panjabrao Deshmukh Krishi Vidyapeeth, Akola. Seeds of cotton genotypes and varieties were procured from Cotton Improvement Project, Mahatma Phule Krishi Vidyapeeth, Rahuri and cotton Improvement Project, Dr. Panjabrao Deshmukh Krishi Vidyapeeth, Akola. For identification of races seeds of nine differentials viz., Acala-44, Stonevil 20, Stonevill-2BS9, 1-10B, 101-102B, Mebane B-1, 20-3, Gregg and DPX 4 were sown in glasshouse in earthen pots and plants maintained in good growth condition. Nutrient agar (NA) was used for isolation of Xanthomonas axonopodis pv. Malvacearum from diseased samples and further multification, respectively.
Pathogenicity of isolated bacterium :
The pathogenicity of isolated bacterium was tested on Acala-44 cotton cultivar which is susceptible to all the known races of Xanthomonas axonopodis pv. Malvacearum giving prominent water soaking susceptible reaction.
For this bacterial culture was multiplied on NA slants and 48 hours bacterial growth was used to prepare bacterial suspension by adding 10 ml sterile water in each NA slants. The bacterial cells were allowed to suspend into sterilized water by gentle scrabing with inoculating needle. The optical density of the bacterial suspension was adjusted at 0.1 OD at 620 nm with the help of Spectrophotometer. The bacterial suspension thus, obtained was used for inoculating into the cotton leaves of Acala-44 which was sown in the glasshouse of the Department of Plant Pathology, Mahatma Phule Krishi Vidyapeeth, Rahuri. Three leaf stage plant was used for testing the pathogenicity.
Inoculation was done by syringe infilteration methods, in which bacterial suspension was injected in to the intercellular spaces of Acala-44 leaves. In the glasshouse high humidity was maintained. Observations of inoculated leaves were noted from 3 days onward to record disease symptoms/water soaking.
Race identification of Xanthomonas axonopodis pv.

Malvacearum :
Nine cotton differentials viz.,Acala-44, Stonevil 20, Stonevill-2BS9, 1-10B, 101-102B, Mebane B-1, 20-3, Gregg and DP x P 4 were grown in glasshouse for race identification. The leaves of these differentials were inoculated at three leaf stage with individual bacterial suspension by syring infilteration methods as described above. The reaction (susceptible water soaking reaction/ hypersensitive HR reaction) of bacterial isolates on these differential were noted after 3 days for identification of Xanthomonas axonopodis pv. Malvacearumas described by Verma and Singh (1975) .
Screening of the genotypes against the bacterial blight :
140 cotton (Bt and non-Bt) hybrids/varieties / genotypes were screened under field condition against bacterial blight to identify the source of resistance during Kharif 2013 at Cotton Improvement Project Mahatma Phule Krishi Vidyapeeth, Rahuri and 10 Bt, 71 non-Bt genotypes were screened at Cotton Research Unit, Dr. Panjabrao Deshmukh Krishi Vidyapeeth, Akola. 
Inoculum sprays :
The genotypes were sprayed during evening hr with inoculum of the pathogen at 40 and 80 days after sowing. Inoculation was also done in field by preparing bacterial culture by chaffing the infected leaves. The leaves showing typical spots were chaffed into small pieces with sterilized razor in sterile distilled water. The suspension was allowed to stand for an hour to get bacterial ooze and then filtered through muslin cloth. Inoculum was sprayed on the plants by knapsack sprayer.
Observation :
Ten plants and 6 leaves per plant were selected from each plot. Observations were recorded at weekly interval from the first appearance of disease upto harvest of crop.
Disease incidence was recorded on the basis of number of infected and healthy leaves on each plant and disease intensity was recorded by using 0-4 point prescribed grade scale (Sheo Raj, 1988) 
RESULTS AND DISCUSSION
The findings of the present study as well as relevant discussion have been presented under the following heads:
Screening of cotton genotypes for bacterial bilight disease :
Evaluation of Bt and non-Bt cotton hybrids/ varieties /genotypes against bacterial blight was carried out to identify the source of resistance under field conditions. 140 cotton hybrids/ varieties/genotypes screened under field conditions during Kharif 2013 at Cotton Improvement Project MPKV, Rahuri and 10 Bt, 71 genotypes were screened at Cotton Research Unit, Dr. PDKV, Akola (Table 1 ). The incidence of the bacterial blight disease was recorded on 90 and 120 days after sowing using 0-4 scale (Sheo Raj, 1988) Out of these cotton genotypes, 80 genotypes were free from bacterial blight disease. Further, 69 entries showed the resistant reaction and 13 entries recorted moderately resistant reaction. Where as 19 entries were the moderately susceptible reaction and 40 entry showed the susceptible to the bacterial blight disease. Similarly, Shastry and Tomar (2006) reported that cotton genotype HD-2582 was resistant to bacterial blight among 29 genotypes. Eleven germplasm lines were found moderately resistant. Remaining fifteen were categorized as moderately susceptible to the disease. Chattannavar et al. (2004) screened 20 coded Bt cotton genotypes for reaction to foliar diseases of cotton. Eleven, seventeen and one coded entries exhibited resistance reaction to Alternaria blight, bacterial blight and grey mildew, respectively. The per cent disease index varied from 22.88 to 32.58, 13.58 to 21.09 and 27.74 to 57.28 to Alternariablight, bacterial blight and grey mildew, respectively Suriachandraselvan et al. (2004) screen 84 cotton entries for resistance to bacterial blight disease. Among these none of the entry was found immune to bacterial blight of cotton. SVR-3 was resistant, eleven were moderately resistant and remaining entries were susceptible or highly susceptible.
Identification of races of Xanthomonas axonopodis pv. malvacearum :
The bacterial blight infected cotton samples were collected from the experimental cotton fields of Cotton Improvement Project, Mahatma Phule Krishi Vidyapeeth, Rahuri and Dr. Panjabrao Deshmukh Krishi Vidyapeeth Akola and used for isolation of pathogen. The race identification were tested for their race number of isolated pathogen was carried on nine cotton differentials by following method of Verma and Singh (1974) .
Based on the reaction of the nine cotton lines used as differentials hosts inoculated with Xanthomonas axonopodis pv. malvacearum, the bacterium was identified as Race 18 (Table 2 ) Verma and singh (1975) determined race composition of Xam in different parts of India and reported distribution of races, viz., 1, 2, 2A, 8, 9, 10, 18, 19, 20, 27, 28, 29, and 32. Talib Hussain et al. (1979) also identified race 18 from two locations from Pakistan.
